. Summary statistics of population genetics. nfemale is the number of adult females we genotyped, nallele is the number of observed alleles averaged across the nine loci, HO is the observed heterozygosity, HE is the expected heterozygosity under Hardy-Weinberg equilibrium, FIS is the inbreeding coefficients and p-value is a result of Fisher's exact test of departure from Hardy-Weinberg equilibrium performed by Arlequin (26) . HO, HE, FIS and p-value Figure S1 . A neighbor-joining tree based on the genetic distances (Fst) among the 32 sexual populations and 2 asexual populations (outgroup). For the phylogenetically independent contrasts analysis, we used 16 population pairs linked by the highlighted branches. . We cannot represent the data of simulations without the benefit of sex because extinction occurs before the generation reaches 10,000. Figure S3 . The relationship between geographic distances and differences in the sexual:asexual ratios among the sampling locations, which is used in the Mantel test. Figure S4 . Map of sampling fields. Each red point corresponds to each crop field where we sampled the onion thrips T. tabaci. We drew the map using the library maptools (version 0. 
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